General experimental procedures, isolation of the strain and taxonomic identification, cultivation and extraction, isolation, labeling experiments, synthesis, bioactivity results and compound characterization.
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1) General experimental procedures
Solvents and reagents were obtained from Sigma-Aldrich (München, Germany) or Acros (Geel, Belgium). The UPLC-ESIMS analysis was performed on a Ultimate 3000 system (Dionex, Idstein, Germany) by using a RP C18 BEH Acquity UPLC 50 mm × 2.1 mm × 1.7 µm (Waters, USA) as column, coupled with an Amazon X ion trap MS (Bruker, Bremen, Germany). All chromatography was performed with a binary mixture of water and acetonitrile with 0.1% formic acid (gradient: 0-22 min, 5-95% acetonitrile, MS: positive and negative alternating polarity mod, scan range: 100-1200 m/z,target mass: 600 m/z, MS 2 Frag Ampl. 1.00 V). The data was processed with the DataAnalysis Software version 4.0 SP2 (Bruker, Bremen, Germany). The general gradient, which was used for identification and characterization of all compounds, was with a flow of 0.6 mL/min from 0-2 min 5%, 2-14 min 5-95%, 14-17 min 95% acetonitrile. Silica chromatography was performed on a Biotage SP1™ Flash Purification System (Biotage, Uppsala, Sweden) using 40+M Cartridges KP-Sil 40 × 150 mm (Biotage, Uppsala, Sweden) with an UV detector. UV spectra were recorded on a Jasko Spectrophotometer 650 (Essex, UK) and IR spectra measured on a Jasco FT/IR-420 spectrometer. HR-MALDI-MS data were analyzed with a MALDI LTQ Orbitrap XL (Thermo Fisher Scientific, Inc., Waltham, MA) equipped with a nitrogen laser at 337 nm and used in the Fourier transformation mode. The used instrument parameters were: laser energy, 16 µJ; automatic gain control, on; auto spectrum filter, off; scan mode, full; resolution, 100000; plate motion, survey CSPS. Spectra were analyzed and S4 monoisotopic mass lists were generated by using Qual Browser (version 2.0.7; Thermo Fisher Scientific, Inc., Waltham, MA). This software was also used for the generation of elemental formulas from highly accurate masses. The following adjustments were used for identification: charge, 1; nitrogen rule, do not use; mass tolerance, 3 ppm; RDB equiv, 0-100; possible elements: C, H, N, and O, respectively.
2) Isolation of the strain and taxonomic identification
The soil sample PB22.5 was collected from Tha Phon sub district, Muang district, Petchaboon province, Thailand. GPS location was 16° 32' 34.6" N and 101° 08' 47.6" E. The altitude was 143 m. Entomopathogenic nematode was recovered from soil samples by the insect-baiting technique [1] . Briefly, 500 g of a soil sample was put in a plastic container. Five last instar larvae of G. mellonella were placed on top of the soil and the container was covered with a lid. The box was turned upside down to let the G. mellonella move in the soil from the bottom and stored at 20-25 °C. After five days, dead G. mellonella were collected. Individual G. mellonella cadaver were placed in white traps [2] and held at 20-25 °C to allow for the emergence of the infective juvenile nematodes (IJs). Emerging nematodes were pooled for each sample and used to infect fresh G. mellonella larvae to confirm pathogenicity and to produce nematodes used for identification and establishment of nematode cultures.
The nematodes were kept in aerated water and stored at 13 °C. Bacteria were isolated from the haemolymph of insect cadavers and cultured on nutrient bromothymol blue agar (NBTA) supplemented with 0.004% (w/v), triphenyltetrazolium chloride (TTC) and 0.0025% (w/v) bromothymol blue [1, 3] at rt for 4 d. Sequencing of the 16S rRNA gene was performed following genomic DNA isolation using standard S5 protocols. The resulting sequences were compared to sequences of 16S rRNA of Pseudomonas sp., which are available in GenBank. Multiple sequences were aligned by using Clustal W [1, 4] included in the MEGA version 5.05 software [5] .
Phylogenetic distance trees were calculated by using the Kimura two-parameter model and the Neighbor-Joining module [6] of Molecular Evolutionary Genetics Analysis (MEGA) software version 4.0.2. Bootstrap analysis was carried out with 1,000 datasets. Strain PB22.5 was identified as Pseudomonas putida with 100% similarity ( Figure S1 ). 
3a) Cultivation and extraction
4) Feeding experiments
The incorporation of amino acids was tested by feeding L-tryptophan, L-leucine, and L-phenylalanine to strain PB22.5. For the elucidation of the biosynthesis, all synthesized intermediates and indole acetaldehyde were also fed. Cultures were cultivated in [U- N-medium, respectively. This washing step was carried out three times. Then, 400 µL of the washed cells was used to inoculate 4.6 mL of medium. After 2 h the amino acids (biochemical grade, Roth, Karlsruhe) or other precursors were fed in portions of 1 mM every 12 h.
5) Synthesis
All compounds were synthesized, with little modifications, as described [7] starting Table S1 ; Table S1 ; Table S5; 13 C NMR (DMSO-d 6 ) see Table S6 ; HPLC-MS (general gradient) see Table S5; 13 C NMR (DMSO-d 6 ) see Table S6 ; Table S5; 13 C NMR (DMSO-d 6 ) see Pseudomonas putida (HQ166061.1) G p 1 PB22.5 Gp 2 Pseudomonas vranovensis (NR043313.1) Gp 2 Pseudomonas plecoglossicida (EU734169.1) Gp 2 Pseudomonas asplenii (NR040802.1) Gp 2 Pseudomonas fuscovaginae (AB021381.1) 
